There are few data about the epidemiology of community-associated methicillin-31 resistant Staphylococcus aureus (CA-MRSA) in children in Israel. This study was 32 intended to identify risk factors for CA-MRSA colonization in healthy infants, to 33 characterize the molecular features of colonizing organisms and to determine whether Bedouin children and all but two were HA. 46
was performed by multiplex PCR (25). The presence of the lukS-PV and lukF-PV 160 genes (24) and the arcA gene (10) was tested by PCR. These genes were sought as 161 they are present in many CA-MRSA strains around the world (pvl) (11, 24, 26, 30) populations is related to conditions associated with poverty, such as overcrowding and 296 high hospitalization rate. These conditions are also prevalent in the Bedouin 297 population (data not shown). However, the overall prevalence of S. aureus carriage 298
was not higher among Bedouin children than among Jewish children. Since Bedouin 299 children live in crowded conditions and separately from the Jewish children, it is not 300 surprising that one single clone (CC913) was disseminated in this population and was 301 not prominent in Jewish children. 302
303
Prior hospitalization was the only independent risk factor for overall S. aureus 304 carriage found in our analysis. Although the association between hospitalization (15), 305 various chronic diseases, such as diabetes, renal failure and cirrhosis (48) and high rate 306 of S. aureus carriage is well known, the association with hospitalization has not been 307 reported previously in infants without such conditions. This suggests the importance 308 of nosocomial cross-transmission of S. aureus even in infants and young children. spectrum between CC913 and ST80 infections is explained by the lack and presence 340 of the pvl genes, respectively, goes beyond the scope of this study. 341
The main limitation of our study is the paucity of clinical isolates of MRSA from 342 sources other than blood cultures, as discussed above and the lack of clinical isolates 343 collected in the outpatient setting. Thus, we lack data about the molecular 344 epidemiology of the more common, less complicated community-acquired 345 staphylococcal skin infections. Another limitation is the lack of data on exposure to 346 possible sources of S. aureus, such as the presence of skin infections or occupation in 347 a health-care facility of a family member, since this study was not initially designed to 348 explore this question. 349
In conclusion, we found that a new SCCmec type IV MRSA clone, designated 350 
